considering the fixed effects of birthyear, birth season, sex, farm, and husbandry system, and age as 
152
The units of study considered for descriptive statistics and populational data were the births will produce the next generation of breeding animals for the historical population was 7.40 years [5] .
205
A Shapiro-Wilk test was applied to the data to check the fitness degree of the variables in the 206 model to a normal distribution. Second, the highly statistical significance of all the elements in the 207 model (P<0.001), revealed that the data significantly deviated from a normal distribution. Kurtosis 208 values supported these results (Table S3 ). Thus, we carried out a cross-sectional study employing
209
Chi-square analysis to determine whether the categorical independent effects of birth year, birth 210 season, birth month, sex, farm/owner, and husbandry system and the covariate of the age may 211 randomly influence the dependent variables of historical foal number born per animal, maximum 212 foal number per birth and multiple birth number per animal. We performed a Kruskal-Wallis H test
213
to study the potentially existing differences between levels of the same factor except for age, as it is 214 measured on a continuous scale (Table 1 ). We present Kruskal Wallis H Ranks for all the levels of the 215 factors affecting historical foal number born per animal, maximum foal number per birth and 216 multiple birth number per animal in Table S4 . 
218

230
Once we test for the differences in the distribution of the levels for each category, an 231 independent-sample median test was carried out to assess the differences in the median between 232 levels within the same factor.
233
After conducting a Kruskal-Wallis H with three or more groups (k), we computed the strength 
254
Categorical regression (CATREG) was used to describe how the variables in our study depended 255 on the factors considered ( 
277
including and without including the interaction, and we include a summary of the results in Table   278 S4. We computed expected prediction error of regression with 0.632 Bootstrap ("leave-one-out as it tries to correct for the fact that the improvement in R square could be attributed to chance alone, properly, due to the lack of enough animals in the pedigree between whom to compare.
305
The multi-trait animal model used for the analyses is as follows: number per animal for a given donkey (3 in matrix below)); μ is the overall mean for the trait; aij is the additive genetic effect of the jth donkey for ith trait, Yeak is the fixed effect of the kh birth year described above and the vectors α1 to α2 and ε1 to ε2, are random additive genetics and residual effects 334 for each trait, respectively. The incidence matrices X1 to X3 and Z1 to Z3 associate elements of β1 to β3 335 and α1 to α2 with the records in y1 to y2.
337
If A is the matrix of additive genetic relationships among individuals, the mixed model equation
338
(MME) used is as follows: (Table S5 ).
404
The results of the Dunn test in our study reported the fact that there were highly statistically 405 significant differences for 14.89% of pairwise comparisons of farms/owners (Table S5 ). The same test
406
reported statistically significant differences between extensive, semiextensive and semiintensive
407
husbandry systems (P<0.05) for maximum foal number per birth.
408
CATREG was performed to the 7 qualitative independent variables (birth year, birth month, to the CATREG standardized coefficients (β) in Table 4 . Since we used the stepwise method, there 484 was no multicollinearity problem. The standardized solution for the regression equations can be 485 found in Table 4 as well. (Table 2) 494
487
Genetic model, variance components, genetic and phenotypic correlations, predicted Breeding Values and
495
prediction accuracy
496
We show the estimates for heritability, genetic and phenotypic variance estimated with REML 497 in Table 5 . Table 6 shows the genetic and phenotypic correlation chart. The results for the estimates
498
of predicted breeding values (PBV) for both jacks and jennies are shown in Table 7 .
499 500 Table S8 .
520
mammalian populations indicated an average value of 3.14 of lethal equivalents with 50% due to 
568
No paper has reported the higher prevalence of multiple births or a higher likelihood of 569 presenting a higher maximum number of foals depending on the husbandry techniques carried in 570 the farms. The results found in our study for Dunn's and independent samples median tests
571
suggested donkeys located at semiextensive farms presented a higher likelihood of presenting higher 572 maximum foal numbers per birth, followed by semiintensive farms and extensive farms, respectively.
573
The criteria used to classify the husbandry systems of the farms in the study (Table 2) 
579
A higher relevance was attributed to jennies in having a historically higher number of foals, a 580 higher number of multiple offspring and a higher maximum number per birth. These values balanced
581
(providing an equal relevance to jacks and jennies) as the number of foals and multiple births 582 increased, as we can observe in the charts in Table S5 . However, still there seem to be a very slight 583 effect of specific jacks on promoting the obtention of a higher historical number of foals. This could 584 be attributed to the reproductive characteristics of the jenny and breeding strategies of donkey 585 owners, as it has already been suggested by Bresińska et al. [14] and is addressed by the results of the
586
Mann-Whitney U test of our study (Table S5 ). According to our results, the fact that foal number born
587
per animal and maximum foal number per birth in jacks was statistically significantly higher than in 588 jennies could be attributed to the fact that jacks can act as the sire for several jennies at the same time,
589
while jennies are going to be reproductively blocked for a whole year when they have become 
604
Estimates of additive genetic variance for maximum foal number per birth and multiple birth 605 number per animal for a given donkey were around the lowest margin of the values reported for 606 twinning and fertility in horses. However, the models used in such circumstances differed from ours.
607
By contrast, the estimate of additive genetic variance for historical foal number born per donkey was 608 around the highest margin reported for fertility in horses (Table 3) , what resulted in higher very accurate as suggested by the negligible estimation error found ( 
641
given donkey is (that is the more fertile), the more likely these animals are to produce multiple births. 
654
Despite its demographic bottlenecks, the Andalusian donkey still maintains considerable levels 655 of genetic variability for fertility and multiple birth traits [5] . Given the favourable existing genetic 
